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CHLC Marker Distribution in
V6 Screening Map of Chromosome 17
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Figure 1.2.6 Nuclear families se

1/2 marker genotype,
lod scores for each family.

while the mother has a 3/4 marker

gregating for an autosomal recessive disease. The father has a
genotype. Figure 1.2.7 shows the expected

2.5

Expected lod score

Figure 1.2.7 The ex-
pected lod score as a-
function of the recombina-
tien fraction (8) and pedi-
gree structure (shown in
Fig. 1.2.6).
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Figure 1.7.10 Graph of two-point lod score (v axis) versus recombination fraction (x axis) using
values for marker 3 from Table 1.7.3. The horizontal line drawn across the graph is drawn at
y=2z8)-1.0andis used in constructing the one lod unit supportinterval for the maximum likelihood
estimate of the recombination fraction (8).



Table 2

YWS Linkage with I1q Markers

6 = 6

VWS vs 0 .001 .05 e 280 o0 A e &  zimf) fm iy
BEN . 7.15 822 BBS 805 603 379 161 909 .02 928 0 .03
DRSS Lo -.94 L12 383 379 311 218 114 387 .07 473 0 .18
SR =355 147 384 343 287 183 0 54 343 4D 343 W09 .10
Passe Lo - .08 113 283 282 221 134 49 28 .07 a0
DISs2 <. L 0.57 131 271 269 219 147 66 274 07 2.99 a1
= R A -22 76 240 244 193 121 .53 246 .08 2.74 a2
BAF . T -2.14 -18 135 192 158 118 .50 1.99 13 20208 s
- =0 -4 1Y 188 388 g0 A2 195 18 AT ARG s
LAMB2 .......... =627 =410, =36 54 113 101 %6 114 92 117 .26 .19




Fig. 6.2.1: Linkage of elliplocytosis with RH in 4 of 7 families. At a recombination

value of @ = .05, the lod score 7 is greater than 2 in families 3,45, and R {linkage) and less
than 2 in families 2, Ae, and JPN {no linkage).



